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  a	  4-­‐month	  period,	  stool	  samples	  from	  a	  group	  	  
















The	  aim	  of	  this	  study	  was	  to	  evaluate	  and	  follow	  
the	  prevalence	  of	  C.	  diﬃcile	  in	  a	  Belgian	  nursing	  
home	  and	  to	  characterize	  the	  C.	  diﬃcile	  strains	  
isolated	   from	   faeces	   of	   elderly	   care	   home	  
residents.	   
Clostridium	   diﬃcile	   is	   the	   primary	   cause	   of	   nosocomial	   diarrhoea	   and	   pseudomembranous	  
coliBs	   aCer	   use	   of	   anBbioBcs.	   ProducBon	   of	   toxins	   A	   and	   B	   are	   the	   main	   virulence	   factors	  
responsible	   for	   its	   pathogenicity.	   Increasing	   age,	   several	   co-­‐morbidiBes,	   environmental	  
contaminaBon,	  anBbioBc	  exposure	  and	  other	  intesBnal	  perturbaBons	  appear	  to	  be	  the	  greatest	  
risk	  factors	  for	  C.	  diﬃcile	  infecBon	  (CDI).	  Therefore,	  elderly	  care	  home	  residents	  are	  considered	  
parBcularly	  vulnerable	  to	  CDI.	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Culture	   was	   carried	   out	   using	   cycloserine	   cefoxiBn	   fructose	   taurocholate	  
broth.	   Isolates	  were	  tested	  using	  mulBplex	  PCR	  detecBon	  of	  tpi,	  tcdA,	  tcdB	  
and	  cdtA	  genes.	  Toxic	  acBvity	  was	  also	  conﬁrmed	  by	  cytotoxic	  immunoassay.	  
Further	   characterizaBon	   was	   performed	   by	   PCR	   ribotyping	   and	   the	  
molecular	  geneBc	  GenoType	  CDiﬀ	  test	  system.	  This	   test	  made	  possible	  the	  
detecBon	  of	  deleBons	  in	  the	  regulator	  gene	  tcdC	  (18bp	  and	  39bp	  deleBons	  
or	   single	   base	  deleBon	  at	   posiBon	  117)	   and	  gyrA	   gen	  mutaBon	  associated	  
with	  moxiﬂoxacin	  resistance	  	  	  	  	   
Methods 
	  
Four	   diﬀerent	   PCR	   ribotypes	   were	   idenBﬁed,	   including	   PCR	   ribotype	   PCR	  
ribotype	  027.	  Only	  one	  PCR-­‐ribotype	  was	  negaBve	   for	   the	  cytotoxicity	  assay	  
and	  for	  all	   toxin	  genes	  while	  all	  of	   the	  other	  types	  were	  posiBve	  for	  both	  of	  
toxin	   genes	   tcdA	   and	   tcdB.	   In	   addiBon,	   type	   027	   contained	   cdtA	   gene	  
encoding	  for	  the	  binary	  toxin	  and	  39	  bp	  deleBon	  in	  the	  regulator	  gene	  tcdC,	  
which	  is	  associated	  with	  an	  increased	  producBon	  of	  toxin	  and	  hyper-­‐virulent	  
C.	  diﬃcile	  strains.	  All	  of	  PCR	  ribotypes	  027	  isolated	  and	  the	  non-­‐toxigenic	  PCR	  
ribotypes	  UCL36	  had	  a	  mutaBon	   in	  the	  Gyr1A	  gene.	  This	  mutaBon	   is	   related	  
with	  moxiﬂoxacin	  resistance.	  	  
A	   total	   of	   7/13	   (30.4%)	   residents	   were	   (at	   least	   one	   week)	  
posiBves	  for	  C.	  diﬃcile.	  C.	  diﬃcile	  was	  detected	  in	  13/30	  (43.3%)	  
episodes	  of	  diarrhea	  and	  4/13	  (30.7%)	  residents	  posiBves	  for	  C.	  
diﬃcile	  had	  previously	  received	  an	  anBbioBc	  therapy.	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Table	  1.	  PCR-­‐ribotypes,	  toxin	  acBvity	  and	  gene	  proﬁle	  of	  C.	  diﬃcile	  isolated	  from	  stool	  samples	  	  
